Experimental design, materials and methods

Plant materials and growth conditions
All Arabidopsis strains used in this work are in the Columbia (Col) ecotype background. Description of mutant strains can be found from previous publications: sdg26-1 [1] , sdg25-1 [2] , atx1-2 [3] , clf-29 [4] , ldl1-2 ldl2 [5, 6] , and the combined mutants sdg26 sdg25, sdg26 atx1, sdg26 clf as well as sdg26 ldl1 ldl2 [7] . Seeds of wild-type (Col0) and the abovementioned mutant strains were produced from plants grown on soil in glasshouse. For seed surface sterilization, about 100 seeds were disposed in an open 2 ml Eppendorf tube and the tube was placed in a desiccator under a fume hood. A beaker containing 20 ml of bleach (FLOREAL Haagen GmbH, http://www.eau-de-javel.info/) was placed close to the seed tube, 5 ml of concentrated HCl (37%) was added to the bleach, and the lid of the desiccator was immediately closed to keep the produced chlorine gas in the desiccator compartment. After 3 to 6 h, sterilization was complete and the seeds could be used for in vitro plant culture.
Surface-sterilized seeds were plated on agar-solidified Murashige and Skoog (MS) medium M0255 (Duschefa, http://www.duchefabiochemie.com/) supplemented with 0.9% sucrose in Petri Dishes. After stratification in the dark at 4°C for 48 h that helps to synchronize seed germination time, the Petri Dishes were moved to the growth chamber and incubated for plant growth under Medium Day (MD; 12 h light and 12 h dark) photoperiods at 22°C. 
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Genomics Data j o u r n a l h o m e p a g e : h t t p : / / w w w . j o u r n a l s . e l s e v i e r . c o m / g e n o m i c s -d a t a / Sample collection and RNA preparation Sample collection and RNA preparation were performed using plants 16 days after seed plating (16-day-old seedlings). For each sample set, about 30 to 40 plants were collected from three replicating Petri Dishes. For each plant genotype/strain, three independent sets were pooled. Thus, a total of 33 samples were analyzed in this work. Total RNA was isolated from plant samples using the Nucleospin RNA Plant kit (MachereyNagel, http://www.mn-net.com) followed by RNeasy mini kit (Qiagen, https://www.qiagen.com/) clean-up according to manufacturer's instructions. The quality of the RNA obtained from each sample was assessed based on the RNA profile generated by the Agilent Bioanalyzer 2100 (Agilent technologies, Santa Clara, CA). Our entire samples' RNAs are in high quality in line with the requirement for microarray analysis ( Table 1) .
Microarray data
Microarray analyses were performed using Agilent's Whole Arabidopsis Gene Expression Microarray (G2519F, V4, 4 × 44K) via custom service of the Shanghai Huaguan Biochip Co. (http://www.bioequip.cn/). Total RNA was amplified and Cy3-labeled using Low Input Quick Amp Labeling Kit, one-color by following the manufacturer's instructions (Agilent technologies, http://www.genomics.agilent.com/). Labeled cRNA was purified using RNeasy mini kit (Qiagen), slide hybridization at 65°C for 17 h and image scanning (Scan resolution = 5μm, PMT 100%, 10%, 16 bits) were performed by following standard Agilent's protocols. Data extraction was performed using Agilent Feature Extraction software. Feature Extraction was used for background subtraction and normalization between the set of arrays was done by Quantile algorithm, a method that gives the same distribution of probe intensities to each array in the set [8] . Microarray and sample annotation data were deposited in the Gene Expression Omnibus (GEO) database under accession number GSE55167.
Quality control
In addition to good quality of RNAs (Table 1) , our microarray hybridization and detection of expressed genes were also at high quality ( Table 2 ). The percent coefficient of variation (%CV) values for our entire microarray sets were largely inferior to 15%, a value proposed as validation threshold by Agilent. A lower median %CV value indicates better reproducibility of signal across the microarray than a higher value. Moreover, independent RT-PCR analyses confirmed microarray data on several selected genes (see below).
Basic and focused analysis
From previous studies we know that full-length transcripts of mutated genes are missing in the corresponding mutant strains used in this work. Therefore, it is predicted that our microarray data should confirm this information. Indeed, mutated genes are among the downregulated genes in the respective mutants (GSE55167; [7] ), e.g. SDG26 is downregulated in sdg26, sdg26 sdg25, sdg26 atx1, sdg26 clf and sdg26 ldl1 ldl2 but not in the other mutants, SDG25 is downregulated in sdg25 and sdg26 sdg25 but not in the other mutants, etc. This confirmatory information on multiple mutated genes in various single, double and triple gene mutants in a same microarray analysis provides a good validation of our data.
Our focused analysis on flowering time regulatory genes revealed that FLOWERING LOCUS C (FLC) is upregulated or downregulated (−) to more than 2 folds in several of the mutant strains analyzed in microarray (GSE55167; Table 3 ). We validated the observed differential FLC expression in mutants by quantitative RT-PCR analysis. For qRT-PCR analyses, first-strand cDNA was synthesized from 2 μg of total RNA pretreated with 2 units of DNase I using the Impro-II Reverse Transcriptase system with oligo(dT) 20 primer by following the manufacturer's instruction (Promega, http://www.promega.com). The synthesized cDNA was analyzed by quantitative PCR in a 384-well optical plate on a BioRad i-cycler apparatus using 5 μl of PCR master mix (Roche) containing 480 SYBER® Green I fluorescent reporter with 2.5 μM forward and reverse FLC-specific primers. PCR reaction was performed by a step of 10 min at 95°C, followed by 40 cycles of 15 s at 95°C, 30 s at 60°C and 15 s at 72°C. Melting curves of PCR reactions were checked to insure the quality of PCR reaction and to avoid any DNA contamination. The threshold cycle value (CT) was set so that the fluorescent signal was above the baseline noise but as low as possible in the exponential amplification phase. The relative expression level of FLC was calculated using the Lightcycler 480 software and normalized using ACT2 and GAPDH as internal reference genes. Each sample was analyzed in triplicate, and mean ± SD was shown as result (Table 3) . Our qRT-PCR data show an overall agreement with microarray results obtained on FLC expression changes in different mutants.
Discussion
We described here a unique dataset of microarray analyses on multiple different mutants deprived of one, two or three histonemethyltransferase(s)/histone-demethylase(s). This dataset has been recently used in a study focused on plant flowering time regulation [7] . We anticipate that the dataset may also be useful for comparative study of other mutants as well as for investigation of roles of histone methylations in processes beyond plant flowering time control. 
